
logo MI
N
M
VPAVEKNI

SSFSKELQQTLQRSRHQLLRTELPSFSDEMIEWHIKNGYIATAEQNS I S IVNKRGRYRCNRCGQNTDQRYFSFYHSSGKN
NTDB id 1090873 ACL6ER RS17575 WP 268331960.1 MIMPAEKNISFSKELQQTLQSRQLLRTELPFSDEMIEWHIKNGYIAAQNSISVNKRGYRCNRCGQNDQRYFSFYHSSGKN 80
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSSGKN 80
consensus ! *! !!! !!!!!!!!!! !!*!!!!!!*!!!!!!!!!!!!!!! ! !!!!*!!! !!!!!!!! !!!!!!!!!!!!!!

logo

K
QLYCRSCVMMGRVSEDEVPLYSWI

KEEDNEPSNWKQPS IKLTWDNGKQLSSGQQKAANVL I EA I SKKEELL IWAVCGAGKTEMLFPGI
NTDB id 1090873 ACL6ER RS17575 WP 268331960.1 QLYCRSCVMMGRVSEDVPLYSWIEEDEPNWQPIKLTWNGQLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFPGI 160
NTDB id 108 BSU 35470 NP 391427.1 KLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFPGI 160
consensus !!!!!!!!!!!!!!*!!!!!! !! !*!! *!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ESALNQGLRVC IATPRTDVVLELAPRLKAAFQGADI SALYGGSDEDKGRLSPLMI STTHQLLRYKDAFIDVMI IVDEVDAFPY
NTDB id 1090873 ACL6ER RS17575 WP 268331960.1 ESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSEDKGRLSPLMISTTHQLLRYKDAFDVMIVDEVDAFPY 240
NTDB id 108 BSU 35470 NP 391427.1 ESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAFPY 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!! !!!!*!!!!!!!!

logo SADQTLQFAVQKARKKNSTLVYLSATPPKELKRKATLNGQLHSVR IPARHHKRKPLPEPRFVWCGNSWKKKLNRNKI
VPLPAVKR

NTDB id 1090873 ACL6ER RS17575 WP 268331960.1 SADQTLQFAVQKARKKNSTLVYLSATPPKELKRKTLNGQLHSVRIPARHHKKPLPEPRFVWCGSWKKKLNRNKVPLAVKR 320
NTDB id 108 BSU 35470 NP 391427.1 SADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAVKR 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!*!!!!!!!!!!!! !!!!!!!!!*!*!!!!

logo WIAEFHVKEGRPVFLFVPSVS IVLEKKAAGACFKDGVHNCR I
TASTVHAEDKHQRKEKVQQFRDGQLDLL ILTTTI LERGVTVPEKVQTGV

NTDB id 1090873 ACL6ER RS17575 WP 268331960.1 WIAFHVKEGRPVFLFVPSVSVLKKAGACFKDVNCRIATVHAEDKQRKEKVQQFRDGQLDLLLTTTILERGVTVPEVQTGV 400
NTDB id 108 BSU 35470 NP 391427.1 WIEFHVKEGRPVFLFVPSVSILEKAAACFKGVHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQTGV 400
consensus !! !!!!!!!!!!!!!!!!!*! !!*!!!! !*!! !*!!!!!!*!!!!!!!!!!!!!!!!*!!!!!!!!!!!! !!!!!

logo LGAESPS I FTESALVQIAGRTGRHKEHYADGDVI FYFHFYGKTKSMLDARKRHIKEMNDELAAKNVECTD
NTDB id 1090873 ACL6ER RS17575 WP 268331960.1 LGAESPIFTESALVQIAGRTGRHKEHADGDVIFFHYGKTKSMLDARRHIKEMNDLAAKNE... 460
NTDB id 108 BSU 35470 NP 391427.1 LGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
consensus !!!!!*!!!!!!!!!!!!!!!!!!!*!!!!!!*!!*!!!!!!!!!!*!!!!!!*!!!! !***
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